The name Enterobactergergouiae sp. nov. is proposed for a group of organisms isolated from various clinical sources in France, Africa, and the United States and from environmental sources. E. gergouiae deoxyribonucleic acid contains 60% guanine plus cytosine. Deoxyribonucleic acid relatedness studies showed E. gergouiae strains to be very highly related, as is characteristic of strains of a single species. The biochemical profiles of E. gergouiae strains were extremely similar. Phenotypically, E. gergouiae belongs to the family Enterobacteriuceae and is most similar to Enterobacter aerogenes. E. gergouiae is distinguishable from E. aerogenes by its positive urea reaction and negative reactions for KCN, sorbitol, mucate, and gelatinase. Strain CIP 76.01 (= ATCC 33028 = CDC 604-77) is the type strain of this new species.
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Richard et al. (8) described a new group of organisms that was biochemically most similar to Enterobacter aerogenes. The 30 strains comprising this group were distinguishable from E. aerogenes by their positive urea reaction and negative reactions for KCN, sorbitol, mucate, gelatinase, P-xylosidase, and a-methylglucoside. These strains were isolated from a variety of clinical and environmental sources in France and Africa. Ten strains isolated from wines during a hospital outbreak were multiply drug resistant.
Since the initial description of this group (8), 40 additional strains were received at the Center for Disease Control, and 11 additional strains were received at the Institut Pasteur. We now report characterization of this group by biochemical tests, antibiotic susceptibility, and deoxyribonucleic acid (DNA) relatedness. On the basis of these data, we propose the name Enterobacter gergouiae sp. nov. for these organisms and designate strain CIP 76.01 ( 
MATERIALS AND METHODS
The strains used in this study are listed in Table 1 . Biochemical tests were done essentially as previously described by Edwards and Ewing (5) and Richard et al. (7) . Antibiotic susceptibility was assayed with the standardized disk method of Bauer et al. (1) .
The preparation, isolation, and purification of labeled and unlabeled DNA, the method used for DNA reassociation, and the method used to separate singleand double-stranded DNA on hydroxyapatite have been described elsewhere (3) .
Guanine plus cytosine (G+C) composition was determined by CsCl buoyant density ultracentrifugation (6) . Samples were analyzed twice in the presence of reference DNA from phage 2C of density 1.742 g/cm3, with reference to DNA from Escherichia coli K-12 taken to be 1.710 g/cm3.
RESULTS AND DISCUSSION
Biochemical tests. The biochemical reactions of 81 strains of E. gergouiae are presented in Table 2 . Thus far, test results have shown these organisms to be homogenous biochemically. The only test in which 90% or more of the strains failed to give a similar (+ or -) reaction within 48 h was acid from lactose. In this test, 58% of the strains were positive within 48 h, and an additional 40% gave delayed positive reactions (3 to 7 days).
E. gergouiae is a gram-negative, oxidase-negative, nitrate-positive, fermentative, rod-shaped organism that is peritrichous when motile. As such, it conforms to the definition of Enterobacteriaceae.
The biochemical profile of E. gergouiae is most similar to those of Enterobacter species. E. gergouiae is perhaps most similar to E. aerogenes, but these two species can be separated by their reactions in tests for KCN, sorbitol, mucate, and urease ( Table 3 ). The tests of use in differentiating E. gergouiae from other species of Entero bacter, Klebsiella pneumoniae, and Hafnia aluei (Enterobacter hafniae) are shown in Table 3 . E. GERGOVIAE SP. NOV.
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Antibiotic susceptibility. Susceptibility of 25 strains to antibiotics was determined by the disk method of Bauer et al. (1) . All strains were resistant to penicillin (Table 4) . Most strains were susceptible to the other antibiotics tested. Multiple resistance was found in six strains. A strain isolated in France was resistant to penicillin, ampicillin, and cephalothin. In addition to being resistant to penicillin, one strain isolated in the United States was resistant to cephalothin, and one was resistant to nalidixic acid. Three strains isolated from an outbreak in France (8) were resistant to penicillin, nalidixic acid, and cephalothin. Two of these were also resistant to sulfadiazine, kanamycin, and chloramphenicol.
G+C content and DNA hybridization.
Buoyant density ultracentrifugation in CsCl was used to determine the G+C content of DNA from E. gergouiae strains 76.01 (604-77) and 11/ 76 (608-77). The buoyant density of both strains was 1.719 g/cm3, which corresponds to 60 mol% G+C.
32P04-labeled DNA from E. gergouiae strain 76.01 was used in DNA hybridization experiments. DNAs from 10 strains of E. gergouiae were tested for relatedness with the labeled DNA ( Table 5) . In 60°C reactions, E. gorgouiae " The number preceding the name of the antimicrobial is the disk concentration in milligrams.
The first number in parentheses is the largest zone of inhibition (in millimeters) whereby the organism is considered resistant to the antibiotic. The second number in parentheses is the smallest zone of inhibition (in millimeters) whereby the organism is considered susceptible to the antibiotic. Zone sizes between these values are considered to indicate intermediate resistance. For instance, for colistin, with a zone of 8 mm or less the organism is considered resistant; with a zone of 11 mm or more, the organism is considered susceptible, and with a zone of 9 to 10 mm, the organism is considered intermediate. strains were at least 75% related (75 to 97%). The thermal stability of DNA duplexes formed in homologous E. gergouiae 76.01 reactions at 60°C was approximately 94°C. The average thermal stability of heterologous E. gergouiae DNA duplexes was only 1°C lower than that of homologous duplexes. Thus, almost no divergence has occurred in DNA sequences held in common between strains of E. gergoviae. The 60°C incubation temperature is close to optimal for DNA reassociation. When DNA is hydridized at 75"C, only closely related DNA sequences can reassociate. On the basis of the very low percentage of divergence of related E. gergouiae DNA in 60°C reactions, one would predict that almost all of these duplexes would be stable at 75°C. This is indeed the case (Table 5) . Thus, biochemical homogeneity in E. gergouiae is reflected by a high level of genetic relatedness in strains from France, Africa, and several states in the United States.
E. gergouiae is most similar biochemically to the genus Enterobacter. DNA relatedness of E. gergouiae to members of Enterobacteriaceae is highest with E. aerogenes, E. cloacae, two of the hybridization groups in E. agglomerans, and klebsiellae (35 to 40%). E. gergouiae is 7 to 15% related to Hafnia, Yersinia, and protei, and 20 to 30% related to other genera. E. gergoviae is distinct both biochemically and genetically from the presently described species of Enter0 bacteriaceae. The G+C value of 60 mol% is compatible with findings for species of Serratia, KZebsieZZa, and Enterobacter. E. gergouiae is closest genetically to Enterobacter and KZebsieZZa. Biochemically it is closest to Enterobacter on the basis of its motility and positive reaction for ornithine decarboxylase.
The name Enterobacter gergoviae sp. nov. is proposed for this organism. The specific epithet gergouiae indicates that the type strain was isolated from samples taken during a urinary infection outbreak in Clermont-Ferrand University Hospital near Gergovie Highland in France. The suggested pronunciation is ger (rhymes with her) g6 vee G.
Strain CIP 76.01 (= ATCC 33028 = CDC 604-77) is the type strain of the species.
The clinical sign5cance of E. gergoviae is not yet known. Some 80 sporadic isolates have been identified in our laboratories since 1976, and the organism has been implicated in a nosocomial outbreak of urinary tract disease (8). This already relatively large number of isolates will undoubtedly increase as laboratories become familiar with the characteristics of E. gergouiae. * RBR, Relative binding ratio; a convenient way to express percent DNA relatedness. RBR = % heterologous DNA reaction/% homologous DNA reaction X 100. %D, Percentage of divergence; calculated on the assumption that each 1°C in thermal stability of a DNA duplex is caused by 1% of unpaired bases within that duplex (2) . For example, consider organisms A and B that are 50% related. An A-A duplex has a mean thermal stability of W"C, and an A-B duplex has a mean thermal stability of 80°C. The D in related DNA is 10%.
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